A method is described for assessing the degree to which chromosome evolution via centric fusion has occurred within a taxonomic group, using a numerical index which expresses the average number of major chromosome arms per chromosome in a diploid cell. Index values thus calculated agree with a previously proposed plan of prosimian phylogeny, and substantiate some recently suggested changes in taxonomic groups of the Lemurs, based on karyotypic evidence.
The evolution of the Primates has proceeded by means of a series of adaptations to arboreal and terrestrial ways of life. These adaptations have included changes in behavior and morphology. Accompanying these obvious changes have been less evident, but presumably nonetheless important, alterations in the number and morphology of chromosomes.
Several authors (Chu and Bender, '62; Hamerton, '63) have noted that within the Primates, and especially among the prosimians, species with a high diploid chromosome number have a high number of acrocentric chromosomes, while those with a lower diploid chromosome number have relatively fewer acrocentric and more metacentric chromosomes. These authors have suggested that a major form of karyotype evolution in the Primates has been of the Robertsonian type of centric fusion (Robertson, '16) ; that is, reciprocal translocations between two acmcentric chromosomes (with 1 major arm) result in the formation of a new metacentric chromosome (with two major arms), plus a chromosome which contains littIe genetic material and may presumably sometimes be lost without serious detriment to the organism. This could lead to a balanced chromosome polymorphism, as has already been found for at least one population of wild mammals, the common shrew (Ford et al., '57) . The new karyotype could become fixed if the animals bearing it enjoyed some selective advantage, either due to the change or coincidental to it.
Judgment of whether such a process has occurred within a taxonomic group de pends on a consideration primarily of two measures : the NF or 'hombre fondamental," which is the total number of major chromosome arms in a diploid cell (Matthey, '55); and the diploid, or 2N, chromosome number.
It is possible to combine both of these into a single measure, or index, the values of which will express the extent to which chromosome evolution via centric fusion has affected the karyotypes of the species within the group. This might be designated an "Arm Number Index," the values of which are obtained by dividing the number of major chromosome a r m s by the diploid chromosome number. The values obtained will give the average number of major chromosome arms per chromosome; they will range from 1.0, for species with all acrocentric chromosomes, to 2.0, for species with all metacentric chromosomes.
That is, These authors noted that the three divisions were tentative, and that relationships could be traced both within and between the divisions.
Recently Egozcue ('67) has suggested some rearrangements of these groups.
